In common with many yeast ribosomal protein genes the YL9A upstream region contains large poly (dAT) stretches and a putative RAP1 binding site centered at position -305 with respect to the translation start (2) . In conjunction with two putative TATA elements located at positions -85 and -93, these elements may be at least partially responsible for the production of the single mapped YL9A transcript species, which initiates at position -19. The sequence analysis and the use of directional probes in Northern analysis demonstrate that the YL9A and ARO2 gene are convergently transcribed with only 224 bp between the stop codons of the two genes ( Figure 1 ). Transcript end point mappings reveal a single 3' end of YL9A mRNA at position +671, showing that the 3' ends of the ARO2 (1) and YL9A mRNAs virtually abut, resulting in a mere 11 bp of intergenic space between the two transcribed regions.
The YL9A ORF exhibits a typically marked codon bias as for other yeast ribosomal protein genes (3) . The predicted amino acid sequence of YL9 shows a 49% identity to the rat ribosomal protein L9 (RL9; 4) and the N-terminus is virtually identical (allowing for peptide sequencing ambiguities) to a partial 40 amino acid Nterminal peptide sequence of the yeast ribosomal protein YL11 (5) . Both these proteins are components of the large ribosomal subunits of their respective organisms. Furthermore, there exists significant identity to equivalent prokaryotic ribosomal proteins, namely the L6 proteins of Methanococcus vannielii and Escherichia coli (33% and 26% identity, respectively; 6, 7; Figure 2 ). 
